Figure 1A 
Neutrokine-a 
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Figure 1b 
Neutrokine-a 
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Figure 3 
Neutrokine-a 
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FIGURE 4 A 

1 50 

HSOAD5 5R A GGNTAACTCT CCTGAGGGGT GAGCCAAGCC CTGCCATGTA 

HNEDU15X ...AAATTCA GGATAACTCT CCTGAGGGGT GAGCCAAGCC CTGCCATGTA 
HSLAH84R . AATTCGGCA NAGNAAACTG GTTACTTTTT TATATATGGT C AGGTTT TAT 
HLTBM08R AATTCGGCAC GAGCAAGGCC GGCCTGGAGG AAGCTCCAGC TGTCACCGCG 

51 100 

HSOAD55R GTGCACGCAG GACATCANCA A..ACACANN NNNCAGGAAA TAATCCATTC 

HNEDU15X GTGCACGCAG GACATCAACA A. .ACACAGA TAACAGGAAA TGATCCATTC 

HSLAH84R ATACTGATAA GACCTACGCC ATGGGACATC TAGTTCAGAG GAAGAAGGTC 

HLTBM08R GGACTGAAAA TCTTTGAACC ACCAGCTCCA GGAGAAGGCA ACTCCAGTCA 
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HSOAD55R CCTGTGGTCA CTTATTCTAA AGGCCCCAAC CTTCAAAGTT CAAGTAGTGA 
HNEDU15X CCTGTGGTCA CTTATTCTAA AGGCCCCAAC CTTCAAAGTT CAAGTAGTGA 
HSLAH84R CATGTCTTTG GGGATGAATT GAGTCTGGTG ACTTTGTTTC GATGTATTCA 
HLTBM0 8R GAACAGCAGA AATAAGCGTG CCGTTCAGGG TCCAGAAGAA ACAGTCACTC 
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HSOAD55R TATGGATGAC TCCACAGAAA GGGAGCAGTC ACGCCTTACT TCTTGCCTTA 

HNEDU15X TATGGATGAC TCCACAGAAA GGGAGCAGTC ACGCCTTACT TCTTGCCTTA 

HSLAH84R AAATATGCCT GAAACACTAC CCAATAATTC CTGCTATTCA* GCTGGCATTG 

HLTBM0 8R AAGACTGCTT GCAACTGNTT GCAGACAGTG AAACACCAAC TATACAAAAA 
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HSOAD5 5R AGAAAAGAGA AGAAATGAAA CTGNAAGGAG TGTGTTTCCA TCCTCCCACG 
HNEDU15X AGAAAAGAGA AGAAATGAAA CT.GAAGGAG TGTGTTTCCA TCCTCCCACG 

HSLAH8 4R CAAAACTGGN AGGAAGGA GATGAAC TCCAACTTGC AATACCAGGG 

HLTBM08R GGCTCCCTTC TGNTGCCACA TTTGGGCCAA GGAATGGAGA GATTTCTTCG 
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301 350 

HSOAD5 5R CAACCTTGNT GNTGGCATTG TGTTCTTGCT GNCTCAAGGT GGTGTTNTT . 

HNEDU15X CAACCTTGCT GCTGGCACTG CTGTCTTGCT GCCTCACGGT GGTGTCTTTC 

HSLAH84R CATTGAAACT GCTGTGACCT NCTTACANCA NGTGCTGTTN GCTATTTTNC 

HLTBM0 8R CAAAGGAAAA TCTCTACTTA GATTNACACA TTTGTTCCCA TGGGTNTCTT 



400 

HSOAD55R 

HNEDU15X TACCAGGTGG CCGCCCTGCA AGGGGACCTG GCCAGCCTCC GGGCAGAGCT 
HSLAH84R CTNCCTNTTC TNTGGTAACC TCTTAGGAAG GAAGGATTCT TAACTGGGAA 
HLTBM08R AAGTTTTAAA AGGGGAGTGC CCTTAGGAGG AAAAGGGGAT AAATATTGGC 



FIGURE 4B 
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Figure 5A 
Neutrokine-aS V 

1 ATGGATGACTCCACAGAAAGGGAGCAGTCACGCCTTACTTCTTGCCTTAAGAAAAGAGAA 6 0 
1MDDSTEREQSRLTSCLKKRE 20 

6 1 GAAATGAAACTGAAGGAGTGTGTTTCCATCCTCCCACGGAAGGAAAGCCCCTCTGTCCGA 120 
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CD-I 

121 TCCTCCAAAGACGGAAAGCTGCTGGCTGC AACCTTGCTGCTGGCACTGCTGTCTTGCTGC 180 

41 S S K D G K LLAATLLLALLSCC 60 
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181 CTCACGGTGGTGTCTTTCTACCAGGTGGCCGCCCTGCAAGGGGACCTGGCCAGCCTCCGG 240 
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~Z~ • « • • ■ • 

^ 421 ACAGGATCTTACACATTTGTTCCATGGCTTCTCAGCTTTAAAAGGGGAAGTGCCCTAGAA 480 

□ 141 T G S Y T F VPWLLSFKRGSALE 160 
Q CD-IV 

481 GAAAAAGAGAATAAAATATTGGTCAAAGAAACTGGTTACTTTTTTATATATGGTCAGGTT 540 

161 1 K E N K ILVKET GYFF IYGOV 180* 

CD-IV CD-V 

* • • • . 

541 TTATATACTGATAAGACCTAC GCCATGGGAC ATC TAATTCAGAGGAAG AAGGTCC ATGTC 600 

181 h X X D K T Y A M G HLIORKKVHV 200 

CD-VI CD-VII 

601 TTTGGGGATGAATTGAGTCTGGTGACTTTGTTTCGATGTATTCAAAATATGCCTGAAACA 660 
|| 201 £ — G DELS LVT LFRCIONMP E T 220 

m CD-VIII CD-VIII 

^ 661 CTACCCAATAATTCCTGCTATTCAGCTGGC^TTGCAAAACTGGAAGAAGGAGATGAACTC 720 

221 L P N N S C Y S A G I A K L E E G D E L 240 
CD-IX CD-X 
**"••• 
•qg 721 CAACTTGCAATACCAAGAGAAAATGCACAAATATCACTGGATGGAGATGTCACATTTTTT 780 

241 Q L A I P R ENAQISLDGDV T F F 260 

CD ~ X CD-XI 

781 GGTGCATTGAAACTGCTGTGACCTACTTACACCATGTCTGTAGCTATTTTCCTCCCTTTC 840 
261 G A L *, £ L 266 

CD-XI 



Figure 5B 
Neutrokine-aS V 
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Figure 6 
Neutrokine-aS V 
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